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Abstract
Background: The cell cycle is one of the biological processes most frequently investigated in systems
biology studies and it involves the knowledge of a large number of genes and networks of protein
interactions. A deep knowledge of the molecular aspect of this biological process can contribute to making
cancer research more accurate and innovative. In this context the mathematical modelling of the cell cycle
has a relevant role to quantify the behaviour of each component of the systems. The mathematical
modelling of a biological process such as the cell cycle allows a systemic description that helps to highlight
some features such as emergent properties which could be hidden when the analysis is performed only
from a reductionism point of view. Moreover, in modelling complex systems, a complete annotation of all
the components is equally important to understand the interaction mechanism inside the network: for this
reason data integration of the model components has high relevance in systems biology studies.
Description: In this work, we present a resource, the Cell Cycle Database, intended to support systems
biology analysis on the Cell Cycle process, based on two organisms, yeast and mammalian. The database
integrates information about genes and proteins involved in the cell cycle process, stores complete models
of the interaction networks and allows the mathematical simulation over time of the quantitative behaviour
of each component. To accomplish this task, we developed, a web interface for browsing information
related to cell cycle genes, proteins and mathematical models. In this framework, we have implemented a
pipeline which allows users to deal with the mathematical part of the models, in order to solve, using
different variables, the ordinary differential equation systems that describe the biological process.
Conclusion: This integrated system is freely available in order to support systems biology research on
the cell cycle and it aims to become a useful resource for collecting all the information related to actual
and future models of this network. The flexibility of the database allows the addition of mathematical data
which are used for simulating the behavior of the cell cycle components in the different models. The
resource deals with two relevant problems in systems biology: data integration and mathematical
simulation of a crucial biological process related to cancer, such as the cell cycle. In this way the resource
is useful both to retrieve information about cell cycle model components and to analyze their dynamical
properties. The Cell Cycle Database can be used to find system-level properties, such as stable steady
states and oscillations, by coupling structure and dynamical information about models.
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Background
Systems biology studies how biological functions emerge
from the interactions of living systems. Biological systems
are made by different, multi-functional elements which
interact selectively and often non-linearly in order to pro-
duce coherent and complex behaviours. Generally the
effective behaviour of a biological system is not predicta-
ble a priori, because it depends on the global activities
while the analysis of the functional context of a system
allows the identification of emergent properties.
In systems biology data integration is an important
approach to better understand the main features of a bio-
logical process, because it represents a way to combine
interesting information related to the reaction involved in
a specific network. A biological process of particular inter-
est in systems biology is the cell cycle, a complex and cru-
cial event for the life of every organism. The cell cycle
implies the interaction of a large number of genes and
proteins which create complex networks of cellular trans-
duction signalling. The knowledge of the molecular aspect
of this biological process is crucial in the context of can-
cer-oriented research. The study of the cell cycle is of great
importance because it involves many proteins which form
a complex network of interactions, but also because it is
related to other relevant biological processes, for example
the apoptosis and mitogenic signalling pathways.
The key elements of systems biology studies are the mod-
els, which can be defined as abstract representations of
biological components and processes in order to mathe-
matically describe their structural and dynamical proper-
ties. Biological processes can be represented as a network
of reactions which can be described in deterministic terms
using ordinary differential equations (ODE) systems, in
order to mathematically simulate their dynamics. Indeed,
granted two basic assumptions, the well-stirred chemical
reactor and sufficient concentrations, ODE are very useful
to mathematically express the dynamical behaviour of a
molecular interaction network in time. The models simu-
lations can be useful to identify the emergent properties of
the system and are also useful to analyze some peculiari-
ties of a biological network. Other methods for the math-
ematical modelling of a biological system, which differ
from the differential equation model in the way to define
the state of the system, are available, but they are less suit-
able than ODE based models.
In order to annotate the different model components, sys-
tems biology studies have to tackle the problem of finding
information related to all the elements involved. In this
scenario the need to collect information about genes and
proteins in a unique resource becomes a crucial problem,
despite the fact that several resources on biological path-
ways, like KEGG (Kyoto Encyclopedia of Genes and
Genomes) Pathway Database [1] and Reactome [2], are
already available for different organisms.
The KEGG Pathway Database covers a larger field because
it is a wide collection of pathway maps for metabolic proc-
esses, genetic and environmental data from different
organisms such as signal transductions pathways and
human diseases. In the KEGG Pathway Database there is
the map of the cell cycle that reviews the main reactions of
this cellular process. For each component of the KEGG
pathway a short report is given: the report contains only
the essential information both for genes and proteins and
basic links to some genomic and proteomic databases are
provided.
Reactome is a curated resource for human pathway data
related to biological processes which relies on informa-
tion about single reactions grouped into pathways. The
Reactome data enlarges the concept of a biochemical reac-
tion to include, for example, the association of two pro-
teins to form a complex, or the transport of an
ubiquitinated protein into the proteasome. Reactome
contains the principal reactions of mitosis and the check-
points of the human cell cycle and it can be used as a
curated source of cell cycle related information. However,
this resource does not integrate the cell cycle related path-
ways, such as the MAP kinase signalling pathway and
apoptosis pathway. Since it is principally based on the
assembly of single reactions, it lacks the complexity of the
entire cell cycle pathway.
Since we are considering the cell cycle process from a sys-
tems biology point of view, the main repository of biolog-
ical models must be taken into account. The BioModels
Database [3] is the reference database that contains peer-
reviewed models in Systems Biology Markup Language
(SBML) format [4], an XML-based language for the storage
and exchange of biological models.
JWS Online, a systems biology tool for the simulation of
kinetic models from a curated SBML model database [5],
is another interesting model repository. JWS Online
allows the viewing of kinetic laws reactions, but it lacks
the representation of some important mathematical struc-
tures of the considered model, such as algebraic equa-
tions, delay equations and events. There is also another
model database, the CellML repository [6], which stores
models in the CellML format, an alternative XML-based
format for the representation of biological models. The
CellML repository contains models that conform to the
CellML specification. These models represent several
types of cellular processes, including models of electro-
physiology, metabolism, signal transduction and
mechanics. The number of cell cycle models stored in theBMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
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CellML repository is higher than in Biomodels and JWS
Online models.
Both JWS Online and Biomodels allow the model simula-
tion powered by the software Mathematica (web version
2.0) and a static visualization of the simulation results is
possible. However none of them gives users the possibility
to directly simulate the ODE system. Biomodels, CellML
and JWS Online contains a considerable number of cell
cycle models, but none of them is complete since some
cell cycle published models are missed.
The aim of our project is to give an exhaustive view of the
cell cycle process starting from its building-blocks, genes
and proteins, arriving to the pathway they create, repre-
sented by the models. We have developed a new database
able to collect the most important information related to
cell cycle genes and proteins, which are drawn from the
analysis of the cell cycle information available in literature
and the existing pathway databases. Furthermore, we have
built a repository of the most recent published cell cycle
models, at the moment based on ODE systems, to allow
the exploration of their mathematical structure through
SBML components and their mathematical simulation.
The integration system is designed to be automatically
updated and to be easily integrated with information
about other organisms and models.
Construction and Content
The Cell Cycle Database is a new resource which collects
useful information about genes and proteins involved in
the cell cycle process and the cell cycle models, in a wider
systems biology context.
We started integrating information from two eukaryotes,
which are the budding yeast Saccaromyces cerevisiae and
the Homo sapiens. We primary consider cell cycle informa-
tion from human organism since we intend to create a
resource as support to biomedical studies in the context of
cancer research. Then we extend the database content
towards the budding yeast cell cycle in order to create a
link between these two evolutionary correlated organ-
isms.  Saccharomyces cerevisiae is a widely used model
organism in systems biology: it is relatively similar in its
structure to human cells and many human key-proteins
belonging to relevant cellular processes, such as cell cycle
and signalling pathways, were first discovered by studying
their homologs in Saccharomyces cerevisiae. Moreover in
the context of systems biology and the mathematical
modelling the budding yeast is the most studied organ-
ism, since the experimental data can be obtained easier
from yeast than human cells. In conclusion, these two
organisms were chosen due to the evolutionary conserva-
tion of the logic of basic regulatory mechanisms between
them [7], the deep knowledge of their cell cycle thanks to
a large number of experimental data and the importance
of the cell cycle in the context of cancer research in
humans.
The data set for genes and proteins
The data we collected are based on KEGG and Reactome
gene information. The database contains the human and
yeast genes involved in the complete cell cycle pathway
and in the MAP kinase signaling pathway, the human
genes involved in the apoptosis pathway from KEGG, and
it also integrates more specific information related to
mitotic and checkpoint pathways from Reactome. Starting
from these data, the database system is able to automati-
cally perform the retrieval of the information related to
each gene and protein by querying several freely available
external biological resources. The information retrieval
has been developed through a set of programs used for
importing specific information about genes and proteins
into the database.
The data sources selected for the yeast and human gene
information are Entrez Gene for the general information
about genes [8] that is the alternative names, the gene
description, other gene ID for genomic databases linked
to Entrez NCBI; GenBank to retrieve the DNA sequences
[9], Ensembl Genome Browser for transcripts information
related to each gene [10] and Gene Expression Omnibus
(GEO) for microarrays expression data [11]. The data
source specific to the yeast genome are Saccaromyces
Genome Database (SGD) [12] and Comprehensive Yeast
Genome Database (CYGD) [13] to retrieve the gene
description and the main information related to the yeast
genes, the Promoter Database of Saccaromyces cerevisiae
(SCPD) for promoter sequence information [14] and
YEASTRACT (Yeast Search for Transcriptional Regulators
And Consensus Tracking) which provides the specific
transcription factors for yeast genes based on literature ref-
erences [15]. For human genes there are other specific data
sources, such as dbSNP for the list of Single Nucleotide
Polymorphism related to each gene [16], Mammalian
Gene Collection (MGC) for cDNA clones associated to
each gene [17], the Database of Transcriptional Start Site
(DBTSS) for information related to the promoter region of
human genes, that are the promoter sequences and the
transcriptional start site position [18]. Moreover, we con-
sider the database Transfac for transcription factors associ-
ated to each gene [19], Unigene for expression data from
EST counts [20], the Quantitative PCR Primer Database
(QPPD) for the list of PCR primers specific for each
human genes [21] and Online Mendelian Inheritance in
Man (OMIM) for the description of human genetic disor-
ders related to the genes [22].
We also considered different data sources for yeast and
human protein information, such as Uniprot for generalBMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
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information about proteins [23], such as FASTA sequence,
protein description and function, alternative names, the
Protein Data Bank (PDB) for the protein structure infor-
mation [24], Transpath for the list of protein complexes
[25] and InterPro for the description of protein domains
[26]. Particular attention has been given to the protein-
protein interactions, in fact we have chosen several inter-
action data sources for yeast and human proteins, such as
Mint [27], Intact [28], Bind [29] and BioGrid [30], in
order to retrieve the interactors for each protein stored in
the database for a better understanding of the cell cycle
interaction network.
The data warehousing approach and the database engine
We developed the integration system through a data ware-
housing approach [31], which allows the integration of
information stored in different biological databases. An
automatic data retrieval system has been developed in
order to keep the database constantly up to date [32]. The
database integration system [Figure 1] consists in a series
of programs used to retrieve the data from several differ-
ent external databases, to transform and load them into
the warehouse data model, and in a series of link with
external resources which allows a wider exploration of
available information about cell cycle components. In this
way all the data stored in the database will have the same
format in order to facilitate the database specific query.
The relational database, which is managed by a MySQL
server, has been implemented using a data warehousing
approach with a snowflake schema [33]. The data ware-
housing approach is used to collect different data from
external resources in a unique database system. The CCDB
system consists in a series of programs used to retrieve the
The database integration system Figure 1
The database integration system. In this figure the resources which have been chosen for the development of the Cell 
Cycle Database are shown. The resources from which data are taken are shown in the green box, while the resources which 
are provided only as external links are presented in the blue box.BMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
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data from several different external databases, to trans-
form them and load them into the warehouse data model.
This approach is used to integrate different kinds of infor-
mation related to a specific query more efficiently and
more accurately: in this way all the data stored will have
the same format in order to facilitate user query. The main
advantages of a data warehouse system lie in the high effi-
ciency in retrieving detailed information related to a spe-
cific query, in the availability of heterogeneous
information in a unique resource and in the immediate
access to different kinds of information through a single
query. Moreover a better information accuracy and better
control on the information sources is assured.
The snowflake schema is a method of storing data in a rela-
tional database. This schema presents a core table, where
main data about yeast and human genes are stored. The
core table is connected to many external tables, where aux-
iliary data about genes, proteins and models are stored.
The external tables are all linked to the core table by a 'one-
to-one' or 'one-to-n' relationship through the specific iden-
tification number (ID) for genes and proteins. The snow-
flake schema has been chosen in order to facilitate the
automatic data insertion and the automatic updating of
the database content. The automatic updating system has
been realized through a pipeline that automatically per-
forms the queries to the public databases in order to
import new data into the database.
The database administrator can update the database con-
tent by gene name through the web interface and he can
also verify the status of the updating pipeline through
messages which can be read directly on the web interface
When a new entry is inserted in the core table, all the
external tables will be updated in cascade, while when a
new entry is inserted in one of the external table no
inward updating occurs. As a result all tables of the data-
base are updated according to the infrastructure which is
designed for automated data integration.
Systems biology-oriented database section
A specific section of Cell Cycle Database has been created
to store yeast and mammalian cell cycle models published
in recent literature and based on linear and nonlinear dif-
ferential equations systems. In order to achieve complex
behaviours, like oscillations, and to fit experimental data,
these models often use algebraic relations, delays and
events.
As the primary data source we consider the BioModels
Database [3] from which we collect the mathematical
model specifically developed for yeast and mammalian
cell cycles. We also integrate other published models,
which are not stored in the BioModels Database, manu-
ally retrieving them from literature or from the CellML
repository [6]. Cell Cycle Database contains the literature
information related to each model, the input for the sim-
ulation software and the XML file coded with SBML spec-
ifications. We choose SBML since it is an internationally
supported and widely used language for metabolic net-
works, cell-signalling pathways, regulatory networks, and
many other biological pathways. However there are pub-
lished cell cycle models not yet implemented in SBML: for
this reason some SBML models included in the database
are manually generated using the JigCell Model Builder
software [34], a model editor which allows the construc-
tion of biochemical reaction networks in SBML format,
and are validated using the Systems Biology Workbench
SBML validator. Mathematical formulas within the SBML
models are expressed using Mathematical Markup Lan-
guage (MathML or MML) [35].
The relevant point of this section is the possibility to
directly simulate models stored in the Cell Cycle Data-
base. We have chosen to use the simulation software
XPPAUT [36], a powerful and freely available computa-
tional program frequently used in systems biology numer-
ical calculations. XPPAUT implements many numerical
algorithms: this is important because the numerical solver
for the models simulations must support algebraic rela-
tions, delays and events. These characteristics make
XPPAUT a widely used software for modelling different
biological pathways [37] and also more powerful than
MATHEMATICA. It requires simply formatted input files
through which is possible to set user options. XPPAUT
input is formed by two parts: the first part, which contains
the mathematical formulation of each model, is fixed and
stored in the database; the second is variable and contains
the user selections about initial conditions and XPPAUT
settings. This part can be generated on the fly according to
user specifications, such as the initial concentrations, the
parameter values and the XPPAUT internal options.
The web interface
Cell Cycle Database is accessible through a web interface
made up of a set of HTML pages dynamically generated
from PHP scripts. The user interface allows the user to
browse of the data integration system in order to retrieve
information about genes and proteins related to the cell
cycle process. Users can query the database contents by
inserting the gene/protein name and selecting the organ-
ism of interest, or by using gene/protein IDs of public
databases. Moreover, users can query the database using
key-words. The key-word search engine allows database
exploration by typing a single word or a sentence in order
to retrieve a list of genes related to the concept. This
engine performs a match between the key-concept and the
gene's and protein's description, in order to retrieve a list
of genes and proteins which deal with the key-concept
itself. Another query possibility is the sequence similarityBMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
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search by using the BLAST algorithm [38] which is useful
in order to discover similarities among unknown cell cycle
putative genes and the database content. BLAST should be
useful at a primary level of investigation, before the mod-
elling process, in order to search sequence similarities
between a query sequence (gene or protein sequence) and
all the sequences stored in the database. In this way the
investigator can retrieve genes or proteins related to the
query in order to verify the gene or protein similarity in
relation to other cell cycle components. Users can submit
a nucleotide or a protein sequence in FASTA format to
retrieve information stored in the database which has sig-
nificant similarities with the query sequence. According to
the tool selected (e.g. BLASTN or BLASTP), the reference
sequence database (nucleotide or protein) is automati-
cally selected.
Finally a search related to the cell cycle models stored in
the database is possible: users can retrieve the list of the
mathematical models, choose one of them and visualize
significant information on the web pages, such as wiring
diagram, model description, main model players and a
direct link to the mathematical section through which the
mathematical simulation is possible.
Mathematical expressions included in SBML models are
coded following MathML specifications. To put them on
the web we create a XHTML+ MathML page in a pop-up
window. In this page MML is in-lined with HTML and at
the beginning of the page an instruction calls a XSL style-
sheet which allows the formulas to be viewed correctly.
The use of XHTML+MathML technology allows the gener-
ation of high quality documents in which the search for a
particular component included in the expressions is pos-
sible. Moreover it is possible to change the size of the page
content as one can do with text in a HTML page, operation
that is not possible if the maths is shown relying on
images or other kind of objects, as is the case in the major-
ity of websites.
Utility and Discussion
The principal aim of our work is to integrate cell cycle
information which can be useful for researchers in the
context of systems biology studies. From the user's point
of view, this work presents two important features: the
first is a data integration system for genes and proteins
involved in yeast and human cell cycle processes; the sec-
ond is a section dedicated to cell cycle models and their
mathematical simulation.
Data integration for cell cycle genes and proteins
The database has been developed in order to provide users
with complete information on each gene and protein
involved in the cell cycle process of different organisms,
starting from yeast and human, and to automatically
maintain the information stored in this resource up to
date. The web interface presents two distinct reports, one
for the genes and the other for the proteins [Figure 2], con-
taining all specific information related to each gene and
protein. These reports are linked with the main original
source of information in order to facilitate the investiga-
tion process.
The gene report lists all the information related to each
gene which is stored in the database, starting from the
basic gene description, its sequence and its corresponding
protein, but also including more specific information,
such as the list of the SNP characterizing that gene, or the
list of cDNA and isoform. Furthermore in the gene report,
particular attention is given to the information related to
the promoter regions and to the transcription factors spe-
cific for each yeast and human gene, in order to facilitate
research on cell cycle gene regulation. We also provide
links to experimental data on gene expression taken from
the GEO (Gene Expression Omnibus [11]) repository in
order to present as much supplementary information as
possible concerning the cell cycle genes. Since the regula-
tion of cyclin-dependent kinases (CDK) characterizes the
most crucial events of the cell cycle [39], we supply addi-
tional information about kinase genes. In fact, in the
human kinases gene report it is possible to retrieve more
specific information by using the link to the KinWeb data-
base [40].
As far as the protein report is concerned, particular atten-
tion is given to the network of protein-protein interac-
tions involved in the cell cycle. The database contains
protein-protein interactions taken from several resources
making the information on the cell cycle interaction net-
work as complete as possible. In the protein report the
graphical visualization of the domains from the InterPro
database [26] is provided. Users can also directly visualize
the protein structure and the related Connolly surface [41]
according to PDB data, using the Java 3D applet. Moreo-
ver, for each protein we provide information on the mod-
els in which it is involved: a list of the published models
is available directly in the protein report with a direct link
to the specific model report discussed in the following sec-
tion.
The cell cycle model section
In recent years a large number of mathematical models
have been developed both for budding yeast [42-49] and
mammalian cell cycle regulation [50-59]. These models
generally focused on a part of the cell cycle engine, but
some are more general and they give an exhaustive, even
though simplified, view of the entire cell cycle process.
Taking into consideration the rapid improvements in the
emergent field of systems biology, we developed a specificBMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
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The protein report for Cell division protein kinase 2 (Cdk2) Figure 2
The protein report for Cell division protein kinase 2 (Cdk2). The protein report for the Cyclin-dependent Kinase 2 
(CDK2) shows the main information users can retrieve related to this protein and external links to other different resources. 
In the protein report users can find many interesting information about CDK2, such as the graphical visualization of the protein 
domains. A list of the models in which CDK2 is involved is also shown on the protein report.BMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
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section of the database in order to store the main informa-
tion related to yeast and mammalian cell cycle models,
based on the ODE System, which has been published in
recent literature, that is from the 1990's to up to now.
Each model is presented in a report which is structured in
three sections: the publication data, the SBML data struc-
ture, the numerical simulation part. The first section con-
tains the detailed publication data (such as the authors,
PubMed ID, the abstract and journal information), the
diagram of the model and the related XML file, if availa-
ble, and the list of all the proteins involved in the model
which are linked to the related Cell Cycle Database pro-
tein report.
In the SBML data structure section users can explore the
SBML components of the selected model including its
mathematical expressions [Figure 3]. Users can select
which SMBL features will be shown in the report, such as
units definition, compartments, parameters, species, reac-
tions, rules, functions, events and ODE system. Instead of
using images to represent mathematical expressions, we
use HTML in order to produce a compact and fast visuali-
zation of the web page, which is extremely portable since
on the client-side only a browser is necessary. The conver-
sion of the mathematical formula to HTML relies on an
implemented pipeline that performs the translation of the
MML components of the SBML file.
The simulation section allows users to submit a simula-
tion job and to plot results on the fly in order to capture
the model dynamical properties. For a selected model the
web interface lists its species, parameters, algebraic rules
and XPPAUT internal options, using default values. Users
The mathematical model section Figure 3
The mathematical model section. The SBML model section in which the Differential Equation system is shown from the 
model of Swat et al 2004 (usually it appears in a pop-up window when the user chooses to visualize the DE system from the 
web interface). The web interface allows the user to decide which SBML components to show through an HTML form based 
on check-buttons.BMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
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can change the initial values in order to test the robustness
of the selected model against changes of initial concentra-
tions and kinetic parameters. Many types of integration
methods, which differ according to the computational
efforts required and according to the stiffness of the Initial
Value Problem (IVP), are provided. When the computa-
tion is completed users can download XPPAUT input and
output files and plot results. The web interface allows
users to select species (variables of the IVP), one for the x
axis and one or more for the y axis, in order to plot their
behaviours. In this way users can plot both time courses
and phase diagrams [Figure 4]. Results are shown with
images exported by GNUPLOT [60], the popular portable
command-line function plotting software.
The model simulation section Figure 4
The model simulation section. The simulation section with a representation of a time course graph of some components 
of the cell cycle model from Swat et al 2004. Using the web interface it is possible to select which model component will be 
shown: in this case the graph plots the time course for the CyclinE-Cdk2 complex concentration in the inactive state (CycEi), 
the CyclinE-Cdk2 complex concentration in the active state (CycEa) versus the time course for pRB and E2F1 concentrations.BMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
Page 10 of 12
(page number not for citation purposes)
Using this system the user can interact with the model,
with the possibility to dynamically simulate the ODE sys-
tem, in order to verify its robustness and its properties.
The simulation of different cell cycle models is useful to
verify common behaviours of this biological process and
allows the retrieval of dynamical properties along with
system structure. Thus the importance of the data integra-
tion and simulation system presented here in the context
of systems biology studies on the cell cycle consists in the
immediate availability of gene and protein related infor-
mation and in the possibility, through simulation, to
identify hidden or emergent properties of the system.
Conclusion
The cell cycle data integration system has been developed
with the aim to facilitate research on the cell cycle, in par-
ticular in the context of systems biology. In order to fully
understand the complex behaviours of the cell cycle com-
ponents their dynamical properties are of fundamental
importance. Now the key features of this complex path-
way, such as emergent properties, can be understood
through the analysis of the model's dynamical behaviours
using numerical simulations. According to this idea, the
Cell Cycle Database focuses on cell cycle models and is
developed with the aim to integrate the information
related to genes and proteins involved in this process. The
significant information related to cell cycle genes and pro-
teins is a useful annotation of the models' components
and facilitates the exploration of the relevant features of
the whole network. The structure of this resource allows
the storage of new data deriving from cell cycle models,
due to its particular structure and the pipeline for the
automatic data updating.
Future developments for this work will be the dataset
improvement by integrating information on how each
gene or protein interacts with other genes or proteins. We
will also include the cell cycle information of other organ-
isms such as mouse and Xenopus, as mathematical mod-
els are already available, with the aim to analyze the
correlation of cell cycle data among different eukaryotes.
Moreover, we intend to perform other simulation analysis
in the context of cell cycle modelling using XPPAUT: first
of all the bifurcation analysis will be implemented and
will be also available through the web interface. We also
plan to include different simulation methods and related
software, such as Petri nets, Boolean networks and lan-
guage-based simulations. Regarding the availability of the
SBML for all the models stored in Cell Cycle Database, we
are working on the manual SBML generation since for
some models the SBML is not yet available in literature.
Availability and Requirements
The Cell Cycle Database can be freely accessed at the URL:
http://www.itb.cnr.it/cellcycle, using the most popular
web browser (Internet Explorer, Mozilla Firefox, Safari).
To view the Java applet users have to install Java Plug-in
http://java.sun.com/products/plugin/ and Java 3D API
http://java.sun.com/products/java-media/3D/ on their
browser.
To properly view MathML formulas correctly users have to
install a font plug-in.
Authors' contributions
RA designed the database, the data integration system and
the web interface. IM was involved in the technical aspects
of the implementation and in the database definition. EM
implemented the cell cycle model section of the database
and the simulation pipeline. LM coordinates the database
specification and the whole project. All authors read and
approved the final manuscript.
Acknowledgements
This work has been supported by the European Projects BioinfoGRID, 
EGEEII, INTAS Ref. Nr 05-1000008-8028 and by MIUR-FIRB Italian projects 
LITBIO, ITALBIONET, "Bioinformatics Population Genetics Analysis". We 
would like to acknowledge Chiara Bishop for the graphical layout of the 
Web Site and for proofreading this article, John Hatton for the network 
management and for the system administration support.
References
1. Ogata H, Goto S, Sato K, Fujibuchi W, Bono H, Kanehisa M: KEGG:
Kyoto Encyclopedia of Genes and Genomes.  Nucleic Acids Res
1999, 27:29-34 [http://www.genome.ad.jp/kegg/pathway.html].
2. Vastrik I, D'Eustachio P, Schmidt E, Joshi-Tope G, Gopinath GR, Croft
D, De Bono B, Gillespie M, Jassal B, Lewis S, Matthews L, Wu GR, Bir-
ney E, Stein L: Reactome: a knowledge base of biologic path-
ways and processes.  Genome Biology 2007 [http://
www.reactome.org/].
3. Le Novere N, Bornstein B, Broicher A, Courtot M, Donizelli M,
Dharuri H, Li L, Sauro H, Schilstra M, Shapiro B, Snoep JL, Hucka M:
BioModels Database: a free, centralized database of curated,
published, quantitative kinetic models of biochemical and
cellular systems.  Nucleic Acids Res 2006, 34:D689-91.
4. Hucka M, Finney A, Sauro HM, Bolouri H, Doyle JC, Kitano H, Arkin
AP, Bornstein BJ, Bray D, Cornish-Bowden A, Cuellar AA, Dronov S,
Gilles ED, Ginkel M, Gor V, Goryanin II, Hedley WJ, Hodgman TC,
Hofmeyr JH, Hunter PJ, Juty NS, Kasberger JL, Kremling A, Kummer
U, Le Novere N, Loew LM, Lucio D, Mendes P, Minch E, Mjolsness
ED, Nakayama Y, Nelson MR, Nielsen PF, Sakurada T, Schaff JC, Sha-
piro BE, Shimizu TS, Spence HD, Stelling J, Takahashi K, Tomita M,
Wagner J, Wang J, SBML Forum: The Systems Biology Markup
Language (SBML): A Medium for Representation and
Exchange of Biochemical Network Models.  Bioinformatics 2003,
19(4):524-531.
5. Olivier BG, Snoep JL: Web-based kinetic modelling using JWS.
Bioinformatics 2004, 20(13):2143-2144.
6. Cuellar AA, Lloyd CM, Nielsen PF, Bullivant DP, Nickerson DP,
Hunter PJ: An Overview of CellML 1.1, a Biological Model
Description Language.  SIMULATION: Transactions of The Society for
Modeling and Simulation International 2003, 79(12):740-747.
7. Bartlett R, Nurse P: Yeast as a model system for understanding
the control of DNA replication in Eukaryotes.  Bioessays 1990,
12(10):457-63.
8. Maglott D, Ostell J, Pruitt KD, Tatusova T: Entrez Gene: gene-
centered information at NCBI.  Nucleic Acids Res 2005,BMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
Page 11 of 12
(page number not for citation purposes)
33:D54-D58 [http://www.ncbi.nlm.nih.gov/entrez/
query.fcgi?db=gene].
9. Benson DA, Karsch-Mizrachi I, Lipman DJ, Ostell J, Wheeler DL:
GenBank.  Nucleic Acids Res 2005, 33:D34-D38.
10. Birney E, Andrews D, Caccamo M, Chen Y, Clarke L, Coates G, Cox
T, Cunningham F, Curwen V, Cutts T, Down T, Durbin R, Fernandez-
Suarez XM, Flicek P, Graf S, Hammond M, Herrero J, Howe K, Iyer V,
Jekosch K, Kahari A, Kasprzyk A, Keefe D, Kokocinski F, Kulesha E,
London D, Longden I, Melsopp C, Meidl P, Overduin B, Parker A,
Proctor G, Prlic A, Rae M, Rios D, Redmond S, Schuster M, Sealy I,
Searle S, Severin J, Slater G, Smedley D, Smith J, Stabenau A, Stalker
J, Trevanion S, Ureta-Vidal A, Vogel J, White S, Woodwark C, Hub-
bard TJ: Ensembl 2006.  Nucleic Acids Res 2006, 34(Database
issue):D556-61.
11. Barrett T, Suzek Tugba O, Troup DB, Wilhite SE, Ngau WC, Ledoux
P, Rudnev D, Lash AE, Fujibuchi W, Edgar R: NCBI GEO: mining
millions of expression profiles-database and tools.   Nucleic
Acids Res 2005, 33:D562-566 [http://www.ncbi.nlm.nih.gov/geo/].
12. Cherry JM, Adler C, Ball C, Chervitz SA, Dwight SS, Hester ET, Jia Y,
Juvik G, Roe T, Schroeder M, Weng S, Botstein D: SGD: Saccharo-
myces Genome Database.  Nucleic Acids Res 1998, 26(173-79
[http://www.yeastgenome.org/].
13. Guldener U, Munsterkotter M, Kastenmuller G, Strack N, van Helden
J, Lemer C, Richelles J, Wodak SJ, Garcia-Martinez J, Perez-Ortin JE,
Michael H, Kaps A, Talla E, Dujon B, Andre B, Souciet JL, De Montigny
J, Bon E, Gaillardin C, Mewes HW: CYGD: the Comprehensive
Yeast Genome Database.  Nucleic Acids Res 2005, 33:D364-368
[http://mips.gsf.de/genre/proj/yeast/].
14. Zhu J, Zhang MQ: SCPD: a promoter database of the yeast
Saccharomyces cerevisiae.  Bioinformatics 1999, 15(7–8607-11
[http://rulai.cshl.edu/SCPD/].
15. Teixeira MC, Monteiro P, Jain P, Tenreiro S, Fernandes AR, Mira NP,
Alenquer M, Freitas AT, Oliveira AL, Sá-Correia I: The YEAS-
TRACT database: a tool for the analysis of transcription reg-
ulatory associations in Saccharomyces cerevisiae.  Nucleic Acids
Res  2006, 34:D446-451 [http://www.yeastract.com/index.php].
16. Sherry ST, Ward MH, Kholodov M, Baker J, Phan L, Smigielski EM,
Sirotkin K: dbSNP: the NCBI database of genetic variation.
Nucleic Acids Res 2001, 29:308-311 [http://www.ncbi.nlm.nih.gov/ent
rez/query.fcgi?db=Snp].
17. MGC Project Team: The status, quality, and expansion of the
NIH full-length cDNA project: the Mammalian Gene Collec-
tion (MGC).  Genome Res 2004, 14:2121-2127 [http://
mgc.nci.nih.gov/].
18. Yamashita R, Suzuki Y, Wakaguri H, Tsuritani K, Nakai K, Sugano S:
DBTSS: DataBase of Human Transcription Start Sites,
progress report 2006.  Nucleic Acids Res 2006, 34:D86-89 [http://
dbtss.hgc.jp/].
19. Matys V, Kel-Margoulis OV, Fricke E, Liebich I, Land S, Barre-Dirrie
A, Reuter I, Chekmenev D, Krull M, Hornischer K, Voss N, Stegmaier
P, Lewicki-Potapov B, Saxel H, Kel AE, Wingender E: TRANSFAC®
and its module TRANSCompel®: transcriptional gene regu-
lation in eukaryotes.  Nucleic  Acids Res 2006, 34:D108-110 [http:/
/www.gene-regulation.com/pub/databases.html#transfac].
20. Miller G, Fuchs R, Lai E: IMAGE cDNA clones, UniGene cluster-
ing, and ACeDB: an integrated resource for expressed
sequence information.  Genome Res 1997, 7:1027-1032 [http://
www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=unigene].
21. Quantitative PCR Primer Database   [http://web.ncifcrf.gov/rtp/
gel/primerdb/]
22. McKusick VA: Mendelian Inheritance in Man. A Catalog of Human Genes
and Genetic Disorders 12th edition. Baltimore: Johns Hopkins Univer-
sity Press; 1998. 
23. Bairoch A, Apweiler R, Wu CH, Barker WC, Boeckmann B, Ferro S,
Gasteiger E, Huang H, Lopez R, Magrane M, Martin MJ, Natale DA,
O'Donovan C, Redaschi N, Yeh LS: The Universal Protein
Resource (UniProt).  Nucleic Acids Res 2005, 33:D154-159.
24. Kouranov A, Xie L, De la Cruz J, Chen L, Westbrook J, Bourne PE,
Berman HM: The RCSB PDB information portal for structural
genomics.  Nucleic  Acids Res  2006, 34:D302-305 [http://
www.rcsb.org/pdb/Welcome.do].
25. Krull M, Pistor S, Voss N, Kel A, Reuter I, Kronenberg D, Michael H,
Schwarzer K, Potapov A, Choi C, Kel-Margoulis O, Wingender E:
TRANSPATH®: An Information Resource for Storing and
Visualizing Signaling Pathways and their Pathological Aber-
rations.  Nucleic Acids Res 2006, 34:D546-D551 [http://www.gene-
regulation.com/pub/databases.html#transpath].
26. Mulder NJ, Apweiler R, Attwood TK, Bairoch A, Bateman A, Binns D,
Biswas M, Bradley P, Bork P, Bucher P, Copley R, Courcelle E, Durbin
R, Falquet L, Fleischmann W, Gouzy J, Griffith-Jones S, Haft D, Her-
mjakob H, Hulo N, Kahn D, Kanapin A, Krestyaninova M, Lopez R,
Letunic I, Orchard S, Pagni M, Peyruc D, Ponting CP, Servant F, Sigrist
CJ, InterPro Consortium: InterPro: an integrated documenta-
tion resource for protein families, domains and functional
sites.  Brief Bioinform 2002, 3:225-235 [http://www.ebi.ac.uk/interpro/
].
27. Zanzoni A, Montecchi-Palazzi L, Quondam M, Ausiello G, Helmer-
Citterich M, Cesareni G: MINT: a Molecular INTeraction data-
base.  FEBS Letters 2002, 513:135-140 [http://mint.bio.uniroma2.it/
mint/Welcome.do].
28. Hermjakob H, Montecchi-Palazzi L, Lewington C, Mudali S, Kerrien S,
Orchard S, Vingron M, Roechert B, Roepstorff P, Valencia A, Margalit
H, Armstrong J, Bairoch A, Cesareni G, Sherman D, Apweiler R:
IntAct – an open source molecular interaction database.
Nucleic Acids Res 2004, 32:D452-455 [http://www.ebi.ac.uk/intact/].
29. Bader GD, Betel D, Hogue CW: BIND: the Biomolecular Inter-
action Network Database.  Nucleic Acids Res 2003, 31:248-250
[http://www.bind.ca/Action].
30. Stark C, Breitkreutz BJ, Reguly T, Boucher L, Breitkreutz A, Tyers M:
BioGRID: a general repository for interaction datasets.
Nucleic Acids Res 2006, 34:D535-539 [http://www.thebiogrid.org/].
31. Stein LD: Integrating biological databases.  Nat Rev Genet 2003,
4:337-345.
32. Davidson SB, Overton C, Buneman P: Challenges in integrating
biological data sources.  J Comput Biol 1995, 2(4):557-572.
33. Levene M, Loizou G: Why is the snowflake schema a good data
warehouse design?  Information Systems 2003, 28(3):225-240.
34. Vass M, Allen N, Shaffer CA, Ramakrishnan N, Watson LT, Tyson JJ:
The JigCell Model Builder and Run Manager.  Bioinformatics
2004, 20(18):3680-3681.
35. Mathematical Markup Language (MathML) Version 2.0
http://www.w3.org/Math/].
36. Ermentrout B: Simulating, Analyzing, and Animating Dynami-
cal Systems: A Guide to XPPAUT for Researchers and Stu-
dents.  SIAM, Philadelphia, USA; 2002. 
37. Csikasz-Nagy A, Battogtokh D, Chen KC, Novak B, Tyson JJ: Analy-
sis of a generic model of eukaryotic cell-cycle regulation.  Bio-
phys J 2006, 90:4361-79.
38. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ: Basic local
alignment search tool.  J Mol Biol 1990, 215:403-410.
39. Vermeulen K, Van Bockstaele DR, Berneman ZN: The cell cycle: a
review of regulation, deregulation and therapeutic targets in
cancer.  Cell Prolif 2003, 36:131-149.
40. Milanesi L, Petrillo M, Sepe L, Boccia A, D'Agostino N, Passamano M,
Di Nardo S, Tasco G, Casadio R, Paolella G: Systematic analysis of
human kinase genes: a large number of genes and alternative
splicing events result in functional and structural diversity.
BMC Bioinformatics 2005, 6(Suppl 4S20 [http://www.itb.cnr.it/kin
web/].
41. Sanner MF, Olson AJ, Spehner JC: Reduced Surface: An efficient
Way to Compute Molecular Surfaces.  Biopolymers 1996,
38(3):305-320.
42. Chen KC, Calzone L, Csikasz-Nagy A, Cross FR, Novak B, Tyson JJ:
Integrative analysis of cell cycle control in budding yeast.  Mol
Biol Cell 2004, 15(8):3841-62.
43. Chen KC, Csikasz-Nagy A, Gyorffy B, Val J, Novak B, Tyson JJ:
Kinetic analysis of a molecular model of the budding yeast
cell cycle.  Mol Biol Cell 2000, 11(1):369-91.
44. Doncic A, Ben-Jacob E, Barkai N: Evaluating putative mecha-
nisms of the mitotic spindle checkpoint.  Proc Natl Acad Sci USA
2005, 102(18):6332-7.
45. Tyson JJ: Modeling the cell division cycle: cdc2 and cyclin inter-
actions.  Proc Natl Acad Sci USA 1991, 88(16):7328-32.
46. Goldbeter A: A minimal cascade model for the mitotic oscil-
lator involving cyclin and cdc2 kinase.  Proc Natl Acad Sci USA
1991, 88(20):9107-11.
47. Sveiczer A, Csikasz-Nagy A, Gyorffy B, Tyson JJ, Novak B: Modeling
the fission yeast cell cycle: quantized cycle times in wee1-
cdc25Delta mutant cells.  Proc Natl Acad Sci USA 2000,
97(14):7865-70.Publish with BioMed Central    and   every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published  immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Systems Biology 2007, 1:35 http://www.biomedcentral.com/1752-0509/1/35
Page 12 of 12
(page number not for citation purposes)
48. Ciliberto A, Novak B, Tyson JJ: Mathematical model of the mor-
phogenesis checkpoint in budding yeast.  J Cell Biol 2003,
163(6):1243-54.
49. Novak B, Csikasz-Nagy A, Gyorffy B, Chen K, Tyson JJ: Mathemat-
ical model of the fission yeast cell cycle with checkpoint con-
trols at the G1/S, G2/M and metaphase/anaphase transitions.
Biophys Chem 1998, 72(1-2):185-200.
50. Aguda BD, Tang Y: The kinetic origins of the restriction point
in the mammalian cell cycle.  Cell Prolif 1999, 32(5):321-35.
51. Novak B, Tyson JJ: A model for restriction point control of the
mammalian cell cycle.  J Theor Biol 2004, 230:563-79.
52. Swat M, Kel A, Herzel H: Bifurcation analysis of the regulatory
modules of the mammalian G1/S transition.  Bioinformatics
2004, 20(10):1506-11.
53. Qu Z, Weiss JN, MacLellan WR: Regulation of the mammalian
cell cycle: a model of the G1-to-S transition.  Am J Physiol Cell
Physiol 2003, 284:C349-64.
54. Qu Z, Weiss JN, MacLellan WR: Coordination of cell growth and
cell division: a mathematical modeling study.  J Cell Sci 2004,
117:4199-207.
55. Qu Z, MacLellan WR, Weiss JN: Dynamics of the cell cycle:
checkpoints, sizers, and timers.  Biophys J 2003, 85(6):3600-11.
56. Srividhya J, Gopinathan MS: A simple time delay model for
eukaryotic cell cycle.  J Theor Biol 2006, 241(3):617-27.
57. Hatzimanikatis V, Lee KH, Bailey JE: A mathematical description
of regulation of the G1-S transition of the mammalian cell
cycle.  Biotechnol Bioeng 1999, 65(6):631-7.
58. Kohn KW: Functional capabilities of molecular network com-
ponents controlling the mammalian G1/S cell cycle phase
transition.  Oncogene 1998, 16(8):1065-75.
59. Yang L, Han Z, Robb MacLellan W, Weiss JN, Qu Z: Linking cell
division to cell growth in a spatiotemporal model of the cell
cycle.  J Theor Biol 2006, 241(1):120-33.
60. Williams T, Kelley C: GNUPLOT: An Interactive Plotting Pro-
gram, Version 3.7 organized by: David Denholm.  .